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Figure 1A 



1 CGTCCGGCGGGGCGCAGGGCTGAGCGAGCGTCCGGGCTCCGGGGCTCCGGGGAAGGCGGT 6 0 



6 1 TGCAGCTCCTGAGTGCAGCGCGGCTTCCTGCCACTGTCCCGGCCCGGCCACCTCTCTGTC 12 0 



121 ATGGCTCTGGCGGACAGC ACACGTGGATTACCC AACGGGGGCGGCGGCGGGGGCGGCAGT 180 
1MALADSTRGLPNGGGGGGGS 20 



181 GGCTCCTCGTCGTCCTCCGCGGAGCCACCGCTCTTCCCCGACATCGTGGAGCTGAACGTG 240 
21 GSSSSSAEPPLFP D I V E L N V 40 



2 41 GGGGGCCAGGTGTACGTGACCCGGCGCTGC ACGGTGGTGTCGGTGCCCGACTCGCTGCTC 3 00 
41 GGOVYVTRRC TV VSVPDSLL 60 

301 TGGCGC ATGTTCACGCAGCAGC AGCCGCAGGAGCTGGCCCGGGACAGCAAAGGCCGCTTC 3 60 

61 WRMFTOQOPOELARDSKGRF 80 

3 61 TTTCTGGACCGGGACGGCTTCCTCTTCCGCTACATCCTGGATTACCTGCGGGACTTGCAG 42 0 
81 FLDRDGFLFRYI LDYLR DLQ 100 



421 CTCGTGCTGCCCGACTACTTCCCCGAGCGCAGCCGGCTGCAGCGCGAGGCCGAGTACTTC 4 80 

10 1 LVLPDYFPERSRLOREAEYF 120 

4 81 GAGCTGCCAGAGCTCGTGCGCCGCCTCGGGGCGCCCCAGCAGCCCGGCCCGGGGCCGCCG 540 

121 ELPELVRRLGA POO P G P G P P 140 



541 CCCTCGCGGCGCGGGGTGCAC AAGGAGGGCTCGCTGGGTGACGAGCTGCTGCCGCTTGGC 600 
141 PSRRGVHKEGSLGDELLPLG 160 



601 TACTCGGAGCCCGAACAGCAGGAGGGCGCCTCTGCCGGGGCGCCGTCGCCCACGCTGGAG 6 60 

161 YSEPEQQEGASAGAPS PTLE 180 

661 CTGGCTAGCCGC AGTCCGTCCGGGGGCGCGGCGGGCCCGCTGCTCACGCCGTCCCAGTCG 72 0 

181 LASRSPSGGAAGPLLTPSQS 200 

7 21 CTGGACGGCAGCCGGCGCTCGGGCTACATCACCATCGGCTACCGCGGCTCCTACACCATC 7 80 

201 LDGSRRSGYITIGYRGSYTI 220 



7 81 GGGCGGGACGCGCAGGCGGACGCCAAGTTCCGGCGAGTGGCGCGCATCACCGTTTGCGGA 840 
221 GRDAQADAKFRRVARI TVCG 240 



841 AAGACGTCGCTGGCCAAGGAGGTGTTTGGGGACACCCTGAACGAAAGCCGGGACCCCGAC 900 
241 KTSLAKEVFGDTLNESRDPD 260 
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Figure IB 

9 01 CGTCCCCCGGAGCGCTACACCTCGCGCTATTACCTCAAGTTC AACTTCCTGGAGCAGGCC 9 60 

261 RPPERYTSRYYLKFNFLEQA 280 

961 TTCGAC AAGCTGTCCGAGTCGGGCTTCCAC ATGGTGGCGTGCAGCTCCACGGGC ACCTGC 102 0 

281 F D K LSESGFHMVACSSTGTC 300 

1021 GCCTTTGCCAGCAGCACCGACCAGAGCGAGGACAAGATCTGGACCAGCTACACCGAGTAC 108 0 

301 A F A SSTDQSEDKIWTSYTEY 320 

1081 GTCTTCTGCAGGGAGTGAGCTCCCCAGACCCCCTCGCCACTCCAGCGCCCAGTCCTTCTC 114 0 

321 V F C R E 325 

1141 CTGCCCGAGAGATGATTACAGAGCCTCTTGTCCCACCTTTGTCCCCTGGCTGCTGCCCTC 120 0 

12 01 CCATTCTCCCCCTCCAGTAGTAGCTGGGTGAGACCTGTCCGCCCACCTTCCCTCCACTAC 12 6 0 

12 61 AGAACCTGCAGCCGCAAATCCTCTGGGCTGCTTCGTCTTCTTTGGACCTCCTGAACCGAG 132 0 

13 21 AGAACCCAGAGGAACCCCCACCCCACCCCC ACCTACCACTCC ATGCTTTCTCTACTCCCT 13 80 
1381 GCCTCAAACCACCCCTCCCCCAGATGGTACTTCAGTTTGGATCTATTGGGGGAGTGTGGC 1440 

14 41 CACAGACCGGGGGATGATTGAATTGTTCAGAACCTGATTGGACCGTGTCCAATGTGCGGA 1500 
1501 AGATTTCCTTGAAATCTTCTCAAGCTCTTATGACTCACTGGGGGTTTAAGAGATCAGGAT 1560 

15 61 TGGTTCCACTGTCTGGGGTTAGTGTTTTAC AAGGTCATTACACAGTCTTTTTGACCTCTT 162 0 
1621 TTGAAGGTAGAGTTTTAGAAGGCTGGATGGAAGATTCTGAGCCTGGAATTAGGACCCCAT 16 80 

16 81 GGAGGCAGTCCTCAAACCACCCCTCCCCCAGATGGTACTTCAGTTTGGATCTATTGGGGG 17 4 0 

17 41 AGTGTGGCCACAGACCGGGGGATGATTGAATTGTTCAGAACCTGATTGGACCGTGTCCAA 1800 
1801 TGTGCGGAAGATTTCCTTGAAATCTTCTCAAGCTCTTATGACTCACTGGGGGTTTAAGAG 18 60 
1861 ATCAGGATTGGTTCCACTGTCTGGGGTTAGTGTTTTACAAGGTCATTACAC AGTCTTTTT 192 0 
1921 GACCTCTTTTGAAGGTAGAGTTTTAGAAGGCTGGATGGAAGATTCTGAGCCTGGAATTAG 19 8 0 
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Figure 1C 

19 81 GACCCCATGGAGGCAGTTCAGTAACTAAACTAATAAAGTTTTGAAAAGTTACACGTAAAA 2 04 
2041 AAAAAAAAAAAA 2052 
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Figure 2A 
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Figure 2B 
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Figure 3 













l.ll 


ft 


18 L 



D0121 NP 



, o .c ; ' E'l .:;L ilJ 



Figure 4. 





Genbank / 
SWISS- 
PROT 
Accession 
No. 


Identities 


Similarities 


human Maxi-K potassium 
channel beta subunit, 
KCNMB1 protein 


gil4758625 


0.0% 


37.5% 


human potassium channel 
K+Hnov27 protein 


gilY34125 


30.21% 


39.15% 


human potassium channel 
K+Hnov28 protein 


gilY34129 


30.04% 


38.63% 


Caenorhabditis elegans K+ 
channel tetramerisation 
domain containing protein 


gil3880445 


31.11% 


39.26% 


DrosophilaCG10465 
protein 


gill 7946205 


23.9% 


33.0% 


DrosophilaCG10830 
protein 


gi 17300672 


50.89% 


62.5% 


human KIAA 1317 protein 


gi!7243015 


60.42% 


69.97% 
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